The authors of Li-Yu D. Liu, Li-Yun Chang, Wen-Hung Kuo et al. Prognostic features of signal transducer and activator of transcription 3 in an ER(+) breast cancer model system. Cancer Informatics. 2014; 13:21-45 . doi: 10.4137/ CIN.S12493. recently brought to the attention of the Editor in Chief, Dr. J. T. Efird, corrections they wished to make to the paper. The Editor in Chief reviewed these with reference to applicable Committee on Publication Ethics guidelines and determined that publication of a separate corrigendum was an appropriate response to the authors' request. The authors' full statement is given hereafter.
We, as the authors of the paper "Prognostic features of signal transducer and activator of transcription 3 in an ER (+) breast cancer model system", published in Cancer Informatics 2014:13 21-45, wish to correct Figures 3F, 7A , 7B, S6.2-6.3, S7.1-7.5 and Tables 2, 3. We made unexpected mistakes during generating genome-wide data of 90th percentile Kaplan-Meier survival analysis on the gene of interest using R package. We have generated multiple sets of survival curves beginning with the earlier publications. To the best of our knowledge, all of them are correct except for 72 A cohort and a few data in 90 A cohort in this paper. The new Figure 3F , Tables 2-3 and Figures S6.2-6.3  have the corrected data, marked in red in Tables 2-3. Additionally, we have made new Figures 7A and B to replace the old ones to be consistent with the original text.
In some instances, the text of the article also reflects errors in the data, and is hereby corrected as follows: Page 23, right column. This sentence from the original article:
Kaplan-Meier survival analyses 21 were done using the "survival" package in R (version 2.15.1) for the gene profiles of 90 A cohort, 91 A cohort, 181 A cohort or the extracted gene pools of interest in the assigned cohorts.
is corrected to read as follows:
Kaplan-Meier survival analyses 21 were done using the "survival" package in R (version 2.15.1) for the gene profiles of 90 A cohort, 72 A cohort, 181 A cohort or the extracted gene pools of interest in the assigned cohorts.
Page 30, legends of tables 2 and 3 To be consistent with new Figure 3F , the legend of Table 2 from the original article: (Fig. 3F ). To be consistent with new Figure 3F , the legend of Table 3 from the original article: CRK   NT7  TN  ERBB2   CRK  MYC  KRAS  PRKCA  PLCG1  CDKN1B  STAT5A  JUN  SHC3  PIK3CG  BRAF  MAP2K4  GAB1  RAF1  ELK1  RPS6KB2  CAMK2G  PIK3CD  NCK2   ABL1   MAPK3   BAD  STAT5B  ARAF  AKT2  GRB2  GRB2  MAP2K2  AKT1 NCK1  PIK3CB  PIK3CB  MAP2K4  SOS1  PAK6  PRKCG  BRAF  GAB1  RASSF3  MAPK8  NRG1  NRG1  RAF1  CRK  STAT5A  HBEGF  AKT3  PIK3CG  MAPK1  PLCG2  PRKCB1  TGFA  PAK7  MAPK10  MYC  PIK3R2  CAMK2G  NCK2  STAT5B  SHC1  CRKL  ELK1  PRKCA  CBL  GSK3B  CAMK2D  RPS6KB2  SHC3  KRAS  JUN  MAPK3  ABL1  BAD  PAK4  GRB2  GRB2  ARAF  AKT2  PLCG1  CDKN1B  MYC  CDKN1A  HRAS  AKT1  MAP2K2  TGFA  ERBB2  AREG   STAT3  STAT3  ERBB2   1593  5293  1543  1539  1541  5403  5421  5411  5429  5407  5415  5413  5419  5405  5999  5431  5423  5425  5303  5351  5353  1511  2413  1353  1643  1331  1451  1577  2465  1261  1687  2451  2449  1531  1701  1703  1705  2417  1707  1435  5309  1617  1653  5299  5349  5311  1667  1713  1649  1599  1651  1597  1455  1513  1509  1583  1623  1647  1619  5297  4439  4433  4443  1257  1645  1655  1581  5331  5355  5315  5295  1329  5361  5367  4441  4425  1507  4435  1449  5381  5383  5389  4437  1685  2473  4423  5379  5369  5377 Page 31, right column. This sentence from the original article:
Liu et al
High levels of IDH3G are a favorable prognosis predictor in 72 A cohort (Table 3) . should be regarded as deleted. The expression patterns of these signaling molecules shown in heatmaps (Fig. 7B) indicate that STAT3 mediated regulation of these 6 signaling molecules (PRKCB1, MAP2K4, NRG1, NCK2, ABL1 and GRB2) provides a good prognostic indicator in the 90 A cohort (Table 2) .
The expression patterns of these signaling molecules shown in heatmaps (Fig. 7B) indicate that STAT3 mediated regulation of these 5 signaling molecules (MAP2K4, NRG1, NCK2, ABL1 and GRB2) provides a poor prognostic indicator in the 90 A cohort (Table 2) . This sentence from the original article:
Alternately, the expression levels of NANOG, OIP5, LDHB, NRG1 and POU5F1 in the STAT3 network are predicted to be good prognostic factors in the 90 A cohort (Fig. 3F and Table 2 ).
Alternately, the expression levels of OIP5, LDHB, NRG1 and POU5F1 in the STAT3 network are predicted to be good prognostic factors in the 90 A cohort (Fig. 3F and Table 2 ).
This sentence from the original article: Moreover, there are 6 poor and 5 good prognostic factors in the STAT3 network of 72 A cohort ( Fig. 3F and Table 3 ).
Moreover, there are 8 poor and 4 good prognostic factors in the STAT3 network of 72 A cohort ( Fig. 3F and Table 3 ).
Page 37, right column This sentence from the original article: We found 9 poor prognostic factors and 5 good prognostic factors of the STAT3 network in the 90 A cohort ( Fig. 3F and Table 2 ).
We found 10 poor prognostic factors and 4 good prognostic factors of the STAT3 network in the 90 A cohort ( Fig. 3F and Table 2 ). 
Supplementary Files
Please also view the Supplementary Files PDF, which contains corrected versions of Supplementary Figures S6.2-S6.3 and S7.1-S7.5.
